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Proteins in the Pyruvate Dehydrogenase Complex
E, = Pyruvate dehydrogenase (Pyruvate decarboxylase)
E, = Dihydrolipoyl acetyltransferase

E; = Dihydrolipoyl dehydrogenase
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Pyruvate Dehydrogenase Complex
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Citrate Synthase

~—— [ His320 0
N A [
CH,— C ~S —CoA
N _ ~ Acetyl-CoA \\—N@ [ °
CH,—C00~ c:HQ—Coo—
Oxaloacetate S— Citryl-CoA
m,0 COASH CH,—COO~
Oxaloacetate ) N\ Z I |
+ —— Citryl-CoA HO—C —COO~
Acetyl-CoA .
Citrate CH,—COO~

His274

Citrate Synthase Citrate  CoA

H15320
(CoA bound)

With
) CoA

o

\ y a Without
N CoA

His320
(without CoA)




CH;— COO~-

Aconitase SI_;T— \ i
Fer—S
L cH—coo- ~— Fe—l—s |C| — €00~
S|\_eFf_\ o _Fe CH —C00
Fer—S - i
Fe—I—S | O0—C —COO— " .
S —Fe CH—COO- v HH Isocitrate
o 'Febs \|  cH—co0o- ~ HO—CH —CO00-
Citrate Fe\—'-S\ | Y ~ |
S —Fe C —C00- ~—— CH—CO00~
|
CH;— COO~ CH;—COO0~
Isocitrate Dehydrogenase
CH,—CO0O0~ NADH CH,—COO0— COy CH;/—COO~
| NAD | |
(|:H —C00~ Lg CH,

HO—CH —COO—

Isocitrate Oxalosu

(|3H — COO~

O =C——CO00~

|
0=C —C00~

ccinate a-Ketoglutarate

a-Ketoglutarate Dehydrogenase

CH,—COO~ CoA-SH APH CH,—COO~
+
CH, Nnap €02

|
O0=C —CO0O—
a-Ketoglutarate

A

e
Succinyl-CoA

Malate Dehydrogenase

NAD NADH o B
HO—(|3H —C00- A ° _(|: coo
CHy—COO~ CHy—CO0~
Malate Oxaloacetate
Reaction AG™ (kdJ/mol) | Typical AG in cells (kJ/mol)
Acetate combustion -849
TCA cycle -40 -115
Citrate synthase -314 -53.9
Aconitase +6.7 +0.8
Isocitrate Dehydrogenase -84 -17.5
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